. The CFP-DPB2 fusion is functional. A: Rosettes of four-week-old plants of cyl2/+ hemizygous mutants and lines complemented either with the DPB2 cDNA alone (pDPB2:DPB2) or with the CFP fusion (pDPB2:CFP-DPB2). The DPB2 promoter corresponds to the genomic fragment defined in Ronceret et al (2005) as sufficient to allow complementation of the cyl2 mutant. Although 30-day-old cyl2 mutants complemented with the two constructs were slightly smaller than cyl2/+ hemizygous mutants, they grew normally and reached the same final size. B: Expression of DPB2 or the CFP-DPB2 fusion under the control of the DPB2 promoter fully restores the fertility of the cyl2 mutant. Fully developed siliques from cyl2/+ mutants and complemented lines were opened and observed using a binocular. C: Six-week-old plants over-expressing the DPB2 protein without tag (35S:DPB2).
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spo11-1 spo11-1 DPB2OE
A B spo11-1 DPB2OE Figure S2 . Phenotype of spo11-1 DPB2OE plants.
A: Vegetative development is similarly altered by DPB2 over-expression in the spo11-1 background as in the wild-type. B, C: The fertility of spo11 DPB2OE lines is more severely affected than that of the spo11-1. Siliques phenotype of spo11-1 DPBP2OE with different range of affectation (B) . Seeds produced by silique of independent spo11-1 DPB2OE lines (C). The mean are of 50 siliques and the asterisk denotes significant difference respect to spo11-1 mutant (Student t test; P < 0.05). 
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RNAi DPB2-1 RNAiDPB2-2 Figure S4 . DPB2 over-expressors are early flowering Plants were grown under long days (left) or short days (right) and the number of leaves at the onset of flowering was counted. Leaf number was lower in DPB2OE lines than in wild-type plants (Col), particularly in short days, as described in esd7-1 mutants that harbor a point mutation in the catalytic sub-unit of Pol ε Pol2A (19). Mitomycin C (MMC) sensitivity assay. Wild-type (Col-0), DPB2OE l and atm seedlings 4 days-old seedlings were transferred to liquid 0.5x MS supplemented with MMC 10µg/mL or to control medium. After 5 days of incubation the seedlings were transferred on control medium for recovery for 24h before analysis. D: Four-day-old seedlings were transferred to MS containing zeocin and root length was measured after 12 days. The results are showed as relative growth with respect of the corresponding genotype without treatment. E: Four-day-old seedlings were transferred to MS containing MMS at the indicated concentration, the number of true leaves was recorded at day 12. The DNA damage sensitive mutants atr and atm were used as control. For B and C percentage was calculated in relation to mock populations. The result showed are mean ± SE of three or more biological replicates with at least 30 seedlings each. Asterisk denotes significant difference relative to the wild-type (Student t test; P < 0.05),except for panel E where they denote significant difference relative to the untreated control. 
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Figure S13. DPB2 over-expression activates both SOG1-dependent and SOG1-independent responses. Total RNA were extracted from flower buds of wDPB2OE lines in the wild-type of sog1 mutant background and expression of a set of genes was measured by RT-qPCR. In the sog1 background lines with a severe (S), Intermediate (I) or Mild (M) phenotype were selected for comparisons with lines 1, 2 and 3 in the Col-0 background respectively. Data are expressed as fold changes compared to the Col-0 or sog1 control and are average +/-SD from triplicates and are representative of two biological replicates.
